As a part of culturomics [@bib1], we isolated in 2016, a bacterial strain that could not be identified by our systematic matrix-assisted laser desorption--ionization time-of-flight mass spectrometry (MALDI-TOF MS) screening on a Microflex spectrometer (Bruker Daltonics, Bremen, Germany) [@bib2], [@bib3]. This strain (Marseille-P2846^T^) was isolated from the stool sample of a 50-year-old healthy Bedouin female living in the Jazan region of Saudi Arabia. This healthy individual gave an informed consent. This study was performed in Saudi Arabia with approval from the Ethical Committee of the King Abdulaziz University (Saudi Arabia), and the local ethics committee of the IFR48 (Marseille, France) under the numbers 014-CEGMR-2-ETH-P and 09-022, respectively.

The stool sample was pre-incubated for 3 days at 37°C in a blood culture bottle (BD Diagnostics, Le Pont-de-Claix, France) supplemented with 2 mL of rumen fluid filter-sterilized through a 0.2-μm pore filter (Thermo Fisher Scientific, Villebon sur Yvette, France) and 2 mL of sheep blood (bioMérieux, Marcy l'Etoile, France). After 2 days of pre-incubation, the sample was inoculated on 5% sheep blood agar that was incubated at 37°C in anaerobic conditions generated using AnaeroGen TM (bioMérieux). The strain Marseille-P2846^T^ was isolated after a 72-hour incubation.

Agar-grown colonies were transparent with a diameter from 0.2 to 0.5 mm. Bacterial cells were non-motile, non-spore-forming, Gram-negative and rod-shaped with pointed ends, ranging in length from 2.6 to 4 μm and in width from 0.4 to 0.6 μm. Strain Marseille-P2846^T^ was catalase-negative and oxidase-negative. To identify this strain as Marseille-P2846^T^, the complete 16S rRNA gene was sequenced using fD1-rP2 primers as previously described [@bib4], using a 3130-XL sequencer (Applied Biosciences, Saint Aubin, France). Strain Marseille-P2846^T^ exhibited an 86.6% sequence identity with *Christensenella minuta* strain YIT 12065^T^ (GenBank Accession number NR_112900.1), the phylogenetically closest species with standing nomenclature ([Fig. 1](#fig1){ref-type="fig"}), which putatively classifies it as a member of the new family '*Beduinellaceae*' within the order *Clostridiales* in the phylum *Firmicutes*. *Christensenella minuta* strain YIT 12065^T^ is a strictly anaerobic, non-motile, non-spore-forming, Gram-negative rod that was first isolated from human faeces [@bib5].

Strain Marseille P2846P exhibited a 16S rRNA sequence divergence \>12% with its phylogenetically closest species with standing in nomenclature [@bib6]; hence, we propose the creation of the new family '*Beduinellaceae*' fam. nov., of the new genus '*Beduinella*' fam. nov., gen. nov., and of the strain Marseille-P2846^T^ as the type strain of '*Beduinella massiliensis*' fam. nov, gen. nov, sp. nov., the first representative species of this new family. '*Beduinella massiliensis*' fam. nov., gen. nov., sp. nov. (Be.dui.nel.'la. N.L fem.n. *Beduinella* from the Latin name of nomadic Bedouin population from Saudi Arabia where the strain was collected), (mas.si.li.en'sis, L., fem. adj., *massiliensis* for Massilia, the Roman name of Marseille, where strain Marseille-P2846^T^ was isolated).

**MALDI-TOF-MS spectrum accession number**. The MALDI-TOF-MS spectrum of '*B. massiliensis*' is available at: <http://mediterranee-infection.com/article.php?laref=256&titre=urms-database>

**Nucleotide sequence accession number.** The 16S rRNA gene sequence was deposited in GenBank under Accession number LT576387.

**Deposit in a culture collection.** Strain Marseille-P2846^T^ was deposited in the Collection de Souches de l'Unité des Rickettsies (CSUR, WDCM 875) under number P2846P.
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